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P78363 ABCA4_HUMAN Homo
sapiens

Retinal-
specific
phospholipid-
transporting
ATPase
ABCA4

25.090618 S1531 T901;S1185;T1313;S1317 35289036 MGFVRQIQLLLWKNWTLRKRQKIRF
VVELVWPLSLFLVLIWLRNANPLYS
HHECHFPNKAMPSAGMLPWLQGIF
CNVNNPCFQSPTPGESPGIVSNYNN
SILARVYRDFQELLMNAPESQHLGRI
WTELHILSQFMDTLRTHPERIAGRGI
RIRDILKDEETLTLFLIKNIGLSDSVV
YLLINSQVRPEQFAHGVPDLALKDIA
CSEALLERFIIFSQRRGAKTVRYALC
SLSQGTLQWIEDTLYANVDFFKLFR
VLPTLLDSRSQGINLRSWGGILSDM
SPRIQEFIHRPSMQDLLWVTRPLMQ
NGGPETFTKLMGILSDLLCGYPEGG
GSRVLSFNWYEDNNYKAFLGIDSTR
KDPIYSYDRRTTSFCNALIQSLESNP
LTKIAWRAAKPLLMGKILYTPDSPAA
RRILKNANSTFEELEHVRKLVKAWE
EVGPQIWYFFDNSTQMNMIRDTLG
NPTVKDFLNRQLGEEGITAEAILNFL
YKGPRESQADDMANFDWRDIFNITD
RTLRLVNQYLECLVLDKFESYNDET
QLTQRALSLLEENMFWAGVVFPDM
YPWTSSLPPHVKYKIRMDIDVVEKT
NKIKDRYWDSGPRADPVEDFRYIWG
GFAYLQDMVEQGITRSQVQAEAPVG
IYLQQMPYPCFVDDSFMIILNRCFPI
FMVLAWIYSVSMTVKSIVLEKELRLK
ETLKNQGVSNAVIWCTWFLDSFSIM
SMSIFLLTIFIMHGRILHYSDPFILFL
FLLAFSTATIMLCFLLSTFFSKASLAA
ACSGVIYFTLYLPHILCFAWQDRMTA
ELKKAVSLLSPVAFGFGTEYLVRFEE
QGLGLQWSNIGNSPTEGDEFSFLLS
MQMMLLDAAVYGLLAWYLDQVFPG
DYGTPLPWYFLLQESYWLGGEGCST
REERALEKTEPLTEETEDPEHPEGIH
DSFFEREHPGWVPGVCVKNLVKIFE
PCGRPAVDRLNITFYENQITAFLGHN
GAGKTTTLSILTGLLPPTSGTVLVGG
RDIETSLDAVRQSLGMCPQHNILFH
HLTVAEHMLFYAQLKGKSQEEAQLE
MEAMLEDTGLHHKRNEEAQDLSGG
MQRKLSVAIAFVGDAKVVILDEPTSG
VDPYSRRSIWDLLLKYRSGRTIIMST
HHMDEADLLGDRIAIIAQGRLYCSGT
PLFLKNCFGTGLYLTLVRKMKNIQS
QRKGSEGTCSCSSKGFSTTCPAHVD
DLTPEQVLDGDVNELMDVVLHHVP
EAKLVECIGQELIFLLPNKNFKHRAY
ASLFRELEETLADLGLSSFGISDTPL
EEIFLKVTEDSDSGPLFAGGAQQKR
ENVNPRHPCLGPREKAGQTPQDSN
VCSPGAPAAHPEGQPPPEPECPGPQ
LNTGTQLVLQHVQALLVKRFQHTIR
SHKDFLAQIVLPATFVFLALMLSIVIP
PFGEYPALTLHPWIYGQQYTFFSMD
EPGSEQFTVLADVLLNKPGFGNRCL
KEGWLPEYPCGNSTPWKTPSVSPNI
TQLFQKQKWTQVNPSPSCRCSTREK
LTMLPECPEGAGGLPPPQRTQRSTEI
LQDLTDRNISDFLVKTYPALIRSSLK
SKFWVNEQRYGGISIGGKLPVVPITG
EALVGFLSDLGRIMNVSGGPITREAS
KEIPDFLKHLETEDNIKVWFNNKGW
HALVSFLNVAHNAILRASLPKDRSP
EEYGITVISQPLNLTKEQLSEITVLTT
SVDAVVAICVIFSMSFVPASFVLYLIQ
ERVNKSKHLQFISGVSPTTYWVTNF
LWDIMNYSVSAGLVVGIFIGFQKKAY
TSPENLPALVALLLLYGWAVIPMMY
PASFLFDVPSTAYVALSCANLFIGINS
SAITFILELFENNRTLLRFNAVLRKL
LIVFPHFCLGRGLIDLALSQAVTDVY
ARFGEEHSANPFHWDLIGKNLFAM
VVEGVVYFLLTLLVQRHFFLSQWIAE
PTKEPIVDEDDDVAEERQRIITGGNK
TDILRLHELTKIYPGTSSPAVDRLCV
GVRPGECFGLLGVNGAGKTTTFKML
TGDTTVTSGDATVAGKSILTNISEVH

False True 1.871 2.019 1.995 5.0 1.262 4.245 1.897



QNMGYCPQFDAIDELLTGREHLYLY
ARLRGVPAEEIEKVANWSIKSLGLTV
YADCLAGTYSGGNKRKLSTAIALIGC
PPLVLLDEPTTGMDPQARRMLWNVI
VSIIREGRAVVLTSHSMEECEALCTR
LAIMVKGAFRCMGTIQHLKSKFGDG
YIVTMKIKSPKDDLLPDLNPVEQFFQ
GNFPGSVQRERHYNMLQFQVSSSS
LARIFQLLLSHKDSLLIEEYSVTQTTL
DQVFVNFAKQQTESHDLPLHPRAAG
ASRQAQD


